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Abstract. 33 The stability of the Escherichia coli populations in the human gastrointestinal tract are 34 not fully appreciated, and represent a significant knowledge gap regarding 35 gastrointestinal community structure, as well as resistance to incoming pathogenic 36 bacterial species and antibiotic treatment. The current study examines the genomic 37 content of 240 Escherichia coli isolates from children 2 to 35 months old in Tanzania. 38 The E. coli strains were isolated from three time points spanning a six month time number of isolates from the feces of individuals that do not have diarrhea (10, (17) (18) (19) (20) Multilocus sequence typing and molecular serotyping.
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The genomes in this study comprise a combined total of 87 sequence types (STs) 208 (Table S1 ). The most common ST was ST10, which was represented by 40 of the E.
209
coli genomes, while 40 additional STs occurred only once (Table S1) (Table S1 ). In silico analyses were unable to distinguish between some 225 serotypes in an additional 58 isolates (Table S1 ). This left 149 isolates that could be 226 unambiguously assigned a single serotype (Table S1 ). isolates that were closely related based on the phylogenomic and other molecular data, 308 at more than one time point (Fig. 3, Fig.4 
Multilocus sequence typing (MLST).
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In silico MLST was performed on the assembled genomes using the Achtman E. coli 454 MLST scheme (53). Gene sequences were identified in the isolate genomes using 
